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Supplementary Table S1
Strains and plasmids used in this study.
Supplementary Table S2
The quantitative data of the ltmA-regulated differential expression profile for the hpoR operon (Ms5855-Ms5865 gene cluster).
Supplementary Tables S3 and S4
The mass spectrum matching result of LC-MS/MS for a peptide from LtmA cross-linked with a c-di-GMP molecule. Figure S1 . The amino acid sequence alignment assays for the conservation between HpoR and LtmA. The similarity of amino acid sequence is 58%. And the identity of amino acid sequence is 43%. (A) The strains Msm/pMV261, Msm/pMV261-hpoR and Msm/pMV261-hpoRmut were grown in 7H9 medium supplemented with 2 mM H 2 O 2 . (B) The strains Msm/pMV261, Msm/pMV261-ltmA and Msm/pMV261-ltmAmut were grown in 7H9 medium supplemented with 2.5 mM H 2 O 2 . (C) The strains Msm/pMV261, Msm/pMV261-ltmA and Msm/pMV261-ltmA△114-120 were grown in 7H9 medium supplemented with 2.5 mM H 2 O 2 , and bacterial counts were determined. All error bars in the figure represent the SD of the data derived from three biological replicates. The P-values of the relative expression data were calculated by unpaired two-tailed Student's t-test using GraphPad Prism 5. Two asterisks (**) in 
